Supplementary Data
: PCA plot of kidney samples against 1000 genome reference genome.
(A) PCA analysis of kidney samples against the 1000 Genomes African (AFR), Admixed American (AMR), East Asian (EAS), European (EUR) and South Asian (SAS) populations. Color code is provided as shown in the right of the panel. Subjects from TCGA study are shown in pink. One sample labeled with red arrow was removed after PCA; (B) PCA of 97 sample from TCGA dataset, the outlier indicated with red arrow was removed. (C) PCA plot of the 97 samples without the 1000 Genome population showed potential subpopulation. (D) Comparison of the two eQTL pipelines. The x-axis is the best nominal p-value of each gene in the first eQTL pipeline. The results from this pipeline were used throughout the analysis (with genotype imputation INFO score >0.4 and first 6PCs with 1000 Genomes as reference). The y-axis is the best nominal p-value of each gene in the second pipeline, the results can be found in Table S2C -D, where we included genotype dosage values and the first 6 PCs that we generated without the reference genome. The number of eGenes discovered is strongly correlated positively to the number of samples used in the analyses. The significance threshold used to determine eGenes is based on the permutation procedure due to multiple comparisons of many SNPs in LD for a given gene. After permutation, we used the Storey approach to calculate qvalues, and defined genes with a significant q-value (≤ 0.05) as eGenes. Tissues from GTEx (v6) were used as comparison, with the selection criteria that each tissue type has more than 90 samples. The number of eGenes ranged from 1628 in liver to 9937 in thyroid. Kidney sample (n=96) is shown in red. (A) CKDGen GWAS SNPs and the corresponding -log 10 p-value. The statistical association was generated in the CKDGen publication. 1 (B)-(D) LocusZoom plot using statistical association with MANBA from eQTL in kidney, whole blood, and transformed fibroblasts in GTEx (v6). 
